ABSTRACT Mycoplasma gallisepticum pathology in poultry is preventable by vaccination with live M. gallisepticum vaccines. Research has suggested possible differences in host response between F-strain-based vaccines. The genomes of the AviPro vaccine and F99 parent strains were sequenced for comparison with the already sequenced F-strain vaccine.
nologies). Porechop version 0.2.4 was used to remove barcode and adapter sequences (9) . Fastqutils from the NGSUtils package version 0.5.9 (https://github.com/ngsutils/ ngsutils) was used to remove sequences shorter than 3,000 bases to facilitate assembly (10) . Average sequence length postfiltering for MinION sequences was Ͼ8,000 bases for both genome samples, with 9,494/122,987 and 8,397/109,975 sequences retained for F99 and AviPro, respectively. This resulted in greater than 70ϫ coverage for each MinION data set. Genome assembly using both the Illumina and MinION data was performed using the hybrid assembly mode of Unicycler version 0.4.1 (https://github .com/rrwick/Unicycler) (11) .
Each genome was assembled into a single circular contig. The AviPro genome is 975,069 bases long, while the F99 genome is 975,073 bases long. Both genomes have a GC content of 31.4%. Notable differences between the genomes include an additional vlha gene (MGF 4707) in FVAX that is not present in either F99 or AviPro, the addition of two ACACCA repeats in the F99 MGF 4275 homologue, and the lack of the premature stop codon in the MGF 0748 homologues of F99 and AviPro.
Data availability. These genome sequences were deposited in GenBank under the accession numbers CP028147 (AviPro) and CP028146 (F99). The raw sequence data have been deposited at the Sequence Read Archive under the accession numbers SRR8647640 (AviPro Illumina data), SRR8647639 (AviPro MinION data), SRR8647642 (F99 Illumina data), and SRR8647641 (F99 MinION data).
